. Figure S10
[-1.00 - (lanes 3, 7, 11, 15) . In each case RNA synthesis activity is inhibited by the RNA pol II inhibitor α-amanitin (100 mg/ml) (lanes 4, 8, 12, 16) . RNA synthesis is absent in control reactions (lanes 1, 2, 5, 6, 9, 10, 13, 14) . Assay shown is representative of two experiments completed for the cell lines. Table S4 4 Table S4 5 Table S4 6 Table legends   Table S1 : List of cell lines with the corresponding mutations used in this study and their growth phenotypes. All cell lines are derived from T. brucei Lister 427 parasites and in the 29-13 background, which enables tetracycline-induction of both RNAi-mediated endoRPB1 knockdown and expression of all exogenous transgenes. RNA interference (RNAi) target (RIT)-RPB1 Ti indicates that the cell line contains a tetracycline-inducible RNAi that ablates endogenous RPB1 mRNA by targeting its 3'UTR. Asterisk (*) indicates Ty1::RPB1 Ti BSD and Ty1::rpb1 Ti BSD genes are tetracycline-inducible and RNAi-resistant. Table S2 : RNA abundance of endogenous RPB1 and tagged proteins in four cell lines. The table shows number of biological samples (column 3) and total number of reads for each RNA-seq data set (column 4). Total read number and normalized read number mapped to the Ty1-tag sequence are shown (columns 5 and 6). Normalized read number mapped to wild-type (column 7) or the mutated RPB1 sequence in the M2 Ty1 , M3 Ty1 or M9 Ty1 cell line (column 8), before and after 1 to 3 days of tetracycline induction, are shown. In the WT Ty1 RNA-seq data set, reads mapped to the endogenous and tagged-protein (i.e., exogenous) genes cannot be distinguished. Table S3 : ChIP-seq data from WT Ty1 and M2 Ty1 cell lines. The table shows total number of mapped reads for each ChIP-seq data set (column 4). The percent of mapped reads from total DNA and ChIP DNA from two biological replicate samples of WT Ty1 and M2 Ty1 are shown (column 5). Table S4 : Table contains the 167 TSS used to define genes proximal and distal to putative RNA pol II transcription initiation regions in the genome. This list includes the majority (167 vs. 191) of the putative RNA pol II transcription units identified in 5' end mapping in reference 12 (Table S14 . Doi:10.1371). We omitted single-gene units; updated "1st gene of a TSS" based on visual evaluation of current data sets in TriTrypDB. Asterisks in column 2 or 5 refer to information in column 6. Table S5 : The oligonucleotide primers used in the reverse transcription-PCR analysis (Fig. S4) and ChIP-PCR analysis (Fig. S7) are listed.
